ABSTRACT Draft genome sequences of green-colored and brown-colored green sulfur bacteria (GSB), Prosthecochloris sp. ZM and Prosthecochloris sp. ZM-2, respectively, which were isolated from the Arctic meromictic lake Zeleny Mys, were sequenced. The genomes' differing gene compositions determine the differences in the bacteriochlorophyllic compositions of these bacteria.
and ZM-2, respectively. The multidraft-based scaffolder MeDuSa (5) was used to generate scaffolds from the contigs and to perform the mapping against Prosthecochloris aestuarii DSM 271 T (ENA accession no. GCA_000020625) and Prosthecochloris sp. HL-130-GSB (ENA accession no. GCA_002113825) as reference genomes for strains ZM and ZM-2, respectively. The final assembled 2,661,000-bp-long genome comprised 7 scaffolds with an N 50 value of 2,653,521 bp, an average coverage of 320ϫ, and a GC content of 49.9% for the strain Prosthecochloris sp. ZM. The final 2,403,542-bp-long genome comprised 71 scaffolds with an N 50 value of 2,141,884 bp, an average coverage of 390ϫ, and a GC content of 55.5% for the strain Prosthecochloris sp. ZM-2. Annotations of the scaffolds were carried out using the NCBI Prokaryotic Genome Annotation Pipeline (6), which identified 2,529 genes, 2,392 coding sequences, 85 pseudogenes, and 46 tRNA genes for the strain ZM and 2,258 genes, 2,146 coding sequences, 60 pseudogenes, and 46 tRNA genes for the strain ZM-2.
Prosthecochloris sp. ZM is a brown-colored strain which was identified as species P. phaeoasteroidea according to morphological properties (7). However, the strain ZM belongs to the species P. aestuarii according to a 16S rRNA phylogenetic tree (Fig. 1) , which was reconstructed by a neighbor-joining method (8) using MEGA7 (9). Additionally, the strain has an 87.7% value of DNA-DNA hybridization with P. aestuarii DSM 271 T , which was calculated using an in silico method (10) . The genome of the strain ZM contains the gene bciD, which encodes an enzyme that is involved in the synthesis of bacteriochlorophyll e, unlike P. aestuarii DSM 271 T . Prosthecochloris sp. ZM-2 belongs to the clade "Prosthecochloris indica" JAGS6 (Fig. 1 ). Both announced genomes lack genes of the sox system for thiosulfate oxidation, but they contain the gene of sulfide:quinone oxidoreductase for sulfide oxidation. Additionally, they contain nif genes for the nitrogenase complex. Genes for biosynthesis of gas vesicles were absent from both genomes.
Data availability. This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession no. PDNX00000000 for Prosthecochloris sp. ZM and PDNY00000000 for Prosthecochloris sp. ZM-2. The raw FASTQ reads have been deposited in the NCBI SRA database under the accession no. SRR8090338 for Prosthecochloris sp. ZM and SRR8090339 for Prosthecochloris sp. ZM-2.
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